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Abstract
Lectin-like bacteriocins consist of tandem monocot mannose-binding domains and display a genus-specific killing activity.
Here we show that pyocin L1, a novel member of this family from Pseudomonas aeruginosa, targets susceptible strains of
this species through recognition of the common polysaccharide antigen (CPA) of P. aeruginosa lipopolysaccharide that is
predominantly a homopolymer of D-rhamnose. Structural and biophysical analyses show that recognition of CPA occurs
through the C-terminal carbohydrate-binding domain of pyocin L1 and that this interaction is a prerequisite for bactericidal
activity. Further to this, we show that the previously described lectin-like bacteriocin putidacin L1 shows a similar
carbohydrate-binding specificity, indicating that oligosaccharides containing D-rhamnose and not D-mannose, as was
previously thought, are the physiologically relevant ligands for this group of bacteriocins. The widespread inclusion of D-
rhamnose in the lipopolysaccharide of members of the genus Pseudomonas explains the unusual genus-specific activity of
the lectin-like bacteriocins.
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Introduction
The ability to target a subgroup of pathogenic bacteria in a
complex bacterial community has potential applications in
medicine and agriculture where the maintenance of a ‘normal’
microbiome is beneficial. For example, the use of broad spectrum
antibiotics to treat bacterial infections is known to cause a range of
complications associated with collateral damage to the micro-
biome, including antibiotic associated diarrhea and Clostridium
difficile infection [1,2]. In addition, there is growing evidence to
suggest that microbial dysbiosis may play a role in a range of
chronic diseases such as inflammatory bowel disease, diabetes,
obesity and rheumatoid arthritis [3,4,5,6]. Indeed, for Crohn’s
disease, where the link with dysbiosis is well established, the
administration of multiple courses of antibiotics is associated with
an increased risk factor for the development of this chronic form of
inflammatory bowel disease [7,8,9].
In contrast to the broad spectrum antibiotics that are widely
used in medicine and agriculture, protein antibiotics known as
bacteriocins often target a specific bacterial species or a group of
closely related bacterial species [10,11,12,13]. Well characterised
bacteriocins include the S-type pyocins from P. aeruginosa and the
closely related colicins of E. coli [12,13]. The colicin-like
bacteriocins form a diverse family of multidomain protein
antibiotics which share similar mechanisms of uptake and kill
cells through either a pore-forming activity, a specific nuclease
activity against DNA, tRNA or rRNA or through inhibition of cell
wall synthesis [14,15,16,17]. In the case of S-type pyocins it is
thought that their activity is limited to strains of P. aeruginosa,
whereas colicins show activity against E. coli and some strains of
closely related bacteria such as Salmonella spp. [18]. In the case of
colicins and S-type pyocins, killing specificity is primarily
determined by the presence of a specific outer membrane receptor
on the cell surface. For example, the well characterised E group
colicins utilise the TonB-dependent BtuB receptor, which has a
normal physiological role in vitamin B12 uptake [19]. Colicin-like
bacteriocins have also been shown to have a potent antibiofilm
activity, indicating their potential as useful therapeutics for the
treatment of chronic biofilm mediated infections [20,21]. In the
case of the opportunistic human pathogen P. aeruginosa there is an
urgent requirement for the development of novel therapeutic
options since its ability to form drug-resistant biofilms in
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combination with the presence of an outer membrane that is
highly impermeable to many classes of antibiotics can make this
pathogen essentially untreatable in some groups of patients. This is
exemplified in cystic fibrosis patients where chronic lung infection
with P. aeruginosa is the leading cause of mortality [22].
An interesting addition to this group of protein antibiotics is the
recently discovered lectin-like bacteriocins that contain two
carbohydrate-binding domains of the monocot mannose-binding
lectin (MMBL) family [23,24,25,26,27]. Lectin-like bacteriocins
from P. putida (putidacin L1 or LlpABW) P. syringae (LlpAPss642) and
P. fluorescens (LlpA1Pf-5) have been characterised and have the
unprecedented ability to kill strains of a broad range of bacterial
species within the genus Pseudomonas, but are not active outside this
genus [24,26,27]. Similarly the lectin-like bacteriocin LlpAXcm761
from Xanthomonas citri pv. malvacearum LMG 761 has the ability to
kill various species within the genus Xanthomonas [24]. The
molecular basis of this unusual genus specific activity has not
been explained.
Lectins are a structurally and evolutionarily diverse class of
proteins produced widely by prokaryotes and eukaryotes and are
defined by their ability to recognise and bind carbohydrates. This
binding is generally highly specific and mediates a range of diverse
functions, including cell-cell interaction, immune recognition and
cytotoxicity [28,29] MMBLs represent a structurally conserved
lectin subclass, of which the mannose-binding Galanthus nivalis
agglutinin (GNA) was the first to be characterised [30]. The
MMBL-fold consists of a three sided b-prism; each face of which
contains a sugar binding motif with the conserved sequence
QxDxNxVxY [31]. While originally identified in monocots like G.
nivalis or Allium sativum, it is now recognised that proteins of this
class are distributed widely throughout prokaryotes and eukary-
otes, where they have evolved to mediate diverse functions
[30,32,33,34]. Structural and biochemical analysis of MMBLs has
shown that they are generally translated as a single polypeptide
chain containing tandem b-prism domains that are then proteo-
lytically processed into monomers. These domains often form
homo- or hetero-dimers by strand exchange and p-stacking [35].
The lectin-like bacteriocins are not proteolytically processed and
thus consist of a single peptide chain, containing tandem b-prism
domains. Sequence alignments of members of this class from
Pseudomonas spp. show complete conservation of two sugar binding
motifs on the C-terminal domain and partial conservation of two
sites on the N-terminal domain [23]. Recent work by Ghequire et
al [23] on the characterisation of putidacin L1 shows these motifs
to be important for cytotoxicity. Mutagenesis of the first C-
terminal motif has the most dramatic effect on activity, while
mutagenesis of the second C-terminal and first N-terminal sugar
binding motifs leads to a synergistic reduction in activity. This
study also showed low-affinity binding between putidacin L1 and
methyl-a-D-mannose or a range of mannose containing oligosac-
charides. However, Kds for these protein-carbohydrate complexes
were reported in the range from 46 mM for methyl-a-D-manno-
side to 2 mM for a mannose containing pentasaccharide [23]. An
extensive search for high affinity carbohydrate binding through
the use of glycan arrays failed to detect high affinity carbohydrate
binding for this lectin-like bacteriocin [23].
Despite progress in our understanding of the structure and host
range of MMBL-like bacteriocins, the mechanism by which these
bacteriocins target susceptible strains and exert their antimicrobial
effects is unknown. Here we report on the discovery of a novel
member of this family, pyocin L1 from P. aeruginosa, and show that
it utilises lipopolysaccharide (LPS) as a surface receptor, specifi-
cally targeting the common polysaccharide antigen (CPA) that is a
conserved homopolymer of D-rhamnose. Structural and biophys-
ical analysis shows that the C-terminal carbohydrate binding
motifs are responsible for D-rhamnose recognition and that these
sites are specific for this sugar over D-mannose. Further to this, we
show that the previously described putidacin L1 also selectively
binds LPS from susceptible, but not from resistant, P. syringae
isolates and shows selectivity for D-rhamnose over D-mannose.
This work shows that the physiologically relevant ligand for the
QxDxNxVxY carbohydrate binding site of the lectin-like bacte-
riocins is indeed D-rhamnose and not D-mannose as previously
thought. As such, the genus-specific activity of lectin-like
bacteriocins from Pseudomonas spp. can be attributed to the
widespread inclusion of the rare D-rhamnose in the LPS of
members of the genus Pseudomonas.
Results
Identification and characterisation of pyocin L1
As part of a wider project, aimed at identifying bacteriocins that
could be used as novel therapeutics in the treatment of P. aeruginosa
infections, we searched the genomes of 10 recently sequenced
clinical and environmental isolates of P. aeruginosa for genes with
homology to known bacteriocins. One putative bacteriocin gene
identified in strain C1433, an isolate from a patient with cystic
fibrosis, encodes a protein with 31% identity to the lectin-like
bacteriocin LlpA1Pf-5, from P. fluorescens. This protein, designated
pyocin L1, contained 256-amino acids with a predicted molecular
mass of 28413 Da. Alignment of the pyocin L1 protein sequence
with other lectin-like bacteriocins, LlpA1Pf-5, LlpAPss642, putidacin
L1 (LlpABW), LlpAAu1504 from Burkholderia cenocepacia and
LlpAXcm761 from Xanthomonas citri pv. malvacearum shows that
pyocin L1 contains tandem MMBL domains with three conserved
QxDxNxVxY MMBL sugar-binding motifs (Figure S1). Two of
these motifs are located in the C-terminal domain of the protein
and one in the N-terminal domain. Comparison with the
sequences of other lectin-like bacteriocins shows that the C-
terminal QxDxNxVxY motifs are highly conserved, with only
LlpAXcm761 lacking one C-terminal motif. In contrast the
Author Summary
Due to rapidly increasing rates of antibiotic resistance
observed among Gram-negative pathogens, such as
Pseudomonas aeruginosa, there is an urgent requirement
for novel approaches to the treatment of bacterial infec-
tions. Lectin-like bacteriocins are highly potent protein
antibiotics that display an unusual ability to kill a select
group of bacteria within a specific genus. In this work, we
show how the lectin-like protein antibiotic, pyocin L1, can
kill Pseudomonas aeruginosa with extraordinary potency
through specific binding to the common polysaccharide
antigen (CPA) of P. aeruginosa lipopolysaccharide. The CPA
is predominantly a homopolymer of the sugar D-rhamnose
that although generally rare in nature is found frequently
as a component of the lipopolysaccharide of members of
the genus Pseudomonas. The targeting of D-rhamnose
containing polysaccharides by pyocin L1 and a related
lectin-like protein antibiotic, putidacin L1, explains the
unusual genus- specific killing activity of the lectin-like
bacteriocins. As we learn more about the link between
changes to the microbiome and a range of chronic
diseases there is a growing realisation that the ability to
target specific bacterial pathogens while maintaining the
normal gut flora is a desirable property for next generation
antibiotics.
Pyocin L1 Uses LPS as a Cell Surface Receptor
PLOS Pathogens | www.plospathogens.org 2 February 2014 | Volume 10 | Issue 2 | e1003898
N-terminal sugar-binding motifs are less well conserved with only
LlpAAu1504 possessing two fully conserved QxDxNxVxY motifs
(Figure S1).
In order to determine the killing spectrum of pyocin L1 we
cloned the pyocin L1 open reading frame into the pET21a vector
and expressed and purified the protein by nickel affinity, anion
exchange and size exclusion chromatography. Purified pyocin L1
was tested for its ability to inhibit the growth of 32 environmental
and clinical isolates of P. aeruginosa using an overlay spot plate
method on LB agar [36]. Under these conditions, pyocin L1
showed killing activity against nine of the P. aeruginosa strains
tested. Strain E2, an environmental isolate from a tomato plant for
which the genome sequence is available, and strain P8, a clinical
isolate from a cystic fibrosis patient, showed the greatest sensitivity
to pyocin L1 with killing observed down to concentrations of
27 nM and 7 nM, respectively. Pyocin L1 also showed activity
against 5 of the 11 P. syringae strains tested, although the effect was
much weaker, with cell killing observed at high mM concentra-
tions.
Pyocin L1 targets the common polysaccharide antigen
(CPA) of P. aeruginosa LPS
In order to gain insight into the bacteriocidal activity of pyocin
L1, we subjected P. aeruginosa E2 to high concentrations of
recombinant protein and recovered mutants with greatly increased
tolerance to pyocin L1 (Figure 1A). The genomes of two of these
mutants were sequenced and comparative analysis with the
genome of wild-type E2 revealed a dinuclear deletion, C710 and
T711, of the 1146-bp wbpZ gene. This deletion was common to
both mutants. wbpZ encodes a glycosyltransferase of 381 amino
acids that plays a key role in lipopolysaccharide synthesis,
specifically in the synthesis of the common polysaccharide antigen
(CPA) also known as A-band LPS [37], (Figure S2). Most strains of
P. aeruginosa produce two distinct LPS-types that differ in their O-
antigen, but share the same core oligosaccharide. The CPA is
predominantly a homopolymer of D-rhamnose and the O-specific
antigen contains a heteropolymeric repeating unit that varies
widely among strains [38]. Consistent with mutation of wbpZ, we
found that production of CPA, as determined by immunoblotting
with a CPA-specific monoclonal antibody [39], in both M4(E2)
and M11(E2) was reduced to undetectable levels (Figure 1B).
Visualisation of LPS from these strains was performed via silver
staining and comparable quantities of LPS were shown to be
present. These observations suggest that pyocin L1 may utilise
CPA as a cellular receptor. To test this idea further, we obtained
two transposon insertion mutants of P. aeruginosa PAO1, which is
sensitive to pyocin L1, with insertions in the genes responsible for
the transport of CPA to the periplasm [40]. These two genes, wzt
and wzm, encode the ATP-binding component and membrane
component of a CPA dedicated ABC transporter [38]. Pyocin L1,
which shows good activity against PAO1 showed no activity
against strains with insertions in wzm and wzt (Figure 1C) and
immunoblotting with a CPA-specific antibody confirmed the
absence of the CPA in these pyocin L1 resistant strains (Figure 1D).
Thus, the presence of CPA on the cell surface is required for
pyocin L1 killing.
In order to determine if the requirement for CPA is due to a
direct interaction with pyocin L1 we purified LPS from wild-type
PAO1 and from the pyocin L1 resistant, wzm and wzt mutants
(which produce no CPA but do produce the O-specific antigen)
and analysed the pyocin-CPA interaction by isothermal titration
calorimetry (ITC). Titration of pyocin L1 into isolated LPS-
derived polysaccharides (a mixture of CPA and the O-specific
antigen containing polysaccharides) from PAO1 gave rise to strong
saturable exothermic heats of binding (Figure 2A), whereas no
binding was detected on titration of pyocin L1 into an equivalent
concentration of LPS carbohydrates from PAO1 wzt, which
produces the O-specific antigen but not the CPA (Figure 2B).
These data show that pyocin L1 binds directly to the CPA and that
this interaction is required for killing. The CPA is therefore likely
to be the cellular receptor for pyocin L1.
Pyocin L1 binds the monosaccharide D-rhamnose
The evolutionary relationships between MMBL-like bacterio-
cins and the originally identified mannose-binding members of this
protein family, led to the assumption that carbohydrate binding of
polysaccharides by the lectin-like bacteriocins is primarily medi-
ated through binding of D-mannose at one or more of their
conserved QxDxNxVxY carbohydrate binding motifs. Indeed, the
recent structures [23] of putidacin L1 bound to mannose-
containing monosaccharides adds weight to this idea, although
measured affinities between polysaccharides and putidacin L1 are
weak (mM) and so may not be physiologically relevant. However,
the strong interaction between pyocin L1 and CPA, is incompat-
ible with this and suggests that D-rhamnose and not D-mannose is
the likely physiological substrate for the QxDxNxVxY carbohy-
drate binding motifs.
To determine the affinity of pyocin L1 for D-rhamnose and D-
mannose, isothermal titration calorimetry (ITC) was performed.
Titration of pyocin L1 into D-rhamnose gave rise to weakly
saturable heats of binding that are significantly larger than the
heats observed on titration of pyocin L1 into an identical
concentration of D-mannose (Figure 3). From this experiment an
apparent Kd of 5–10 mM was estimated for the interaction of
pyocin L1 with D-rhamnose with apparently weaker binding for
Figure 1. CPA production correlates with pyocin L1 killing. (A)
Inhibition of growth of P. aeruginosa E2 and tolerant mutants M4 and
M11 by pyocin L1, as shown by a soft agar overlay spot-test. 5 ml of
purified pyocin L1 (1.5 mg ml21) was spotted onto a growing lawn of
cells. Clear zones indicate cell death. (B) Expression of CPA by P.
aeruginosa E2 and tolerant mutants, visualised by immunoblotting with
the CPA specific antibody N1F10. (C) Inhibition of growth of P.
aeruginosa PAO1 and PAO1 wzm and wzt mutants by pyocin L1 (details
as for A). (D) Expression of CPA by PAO1 and wzm and wzt strains
(details as for B).
doi:10.1371/journal.ppat.1003898.g001
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D-mannose, Kd.50 mM. The interaction between pyocin L1 and
these monosaccharides was also probed using NMR with 15N
labelled pyocin L1, monitoring changes to its 15N-heteronuclear
single quantum correlation (15N-HSQC) spectra on addition of D-
rhamnose or D-mannose. In the absence of added monosaccharide
15N-HSQC spectra of pyocin L1, which should contain one
crosspeak for each non-proline amide NH as well as peaks for the
NH groups in various side chains, were well resolved and
dispersed, indicative of a folded protein. Chemical shift perturba-
tion monitored by 15N-HSQC allows the mapping of changes to a
protein that occur on ligand binding. Addition of either D-
rhamnose or D-mannose up to a concentration of 100 mM did not
give rise to large or global changes in chemical shifts (Figure S3).
On addition of D-rhamnose significant chemical shift changes were
observed for a discrete subset of peaks including some in the amide
side chain region of the spectra, while changes of a smaller
magnitude were observed on the addition of equal concentrations
of D-mannose (Figure S3). Fitting the chemical shift changes that
occur on addition of D-rhamnose, for peaks showing strong shifts,
to a single site binding model indicates a Kd for the pyocin L1- D-
rhamnose complex in the range of 5–20 mM (Figures 3C–F).
These data correlated well with the ITC sugar binding data, with
low mM binding of pyocin L1 to D-rhamnose and much weaker
binding to D-mannose.
D-rhamnose and the CPA bind to the C-terminal
QxDxNxVxY motifs of pyocin L1
In an attempt to determine the location of the pyocin L1 D-
rhamnose binding site(s) and the structural basis of the D-rhamnose
specificity of pyocin L1 we determined the X-ray structures of
pyocin L1 with bound D-mannose, D-rhamnose and in the unbound
form (Table 1). Pyocin L1, as predicted by sequence homology to
MMBL proteins, consists of two tandem b-prism domains
characteristic of MMBLs, connected by antiparallel strands
propagating from the end of each MMBL domain and lending a
strand to the reciprocal b-prism. The strands contain a tryptophan
residue which forms p-stacking interactions with two other
tryptophans in the b-prism to stabilise the structure (Figure 4A).
This interaction is conserved throughout MMBLs, with most
members of the class utilising it to form either homo- or hetero-
dimers of single MMBL subunits. However, in pyocin L1, as with
the recently described structure of putidacin L1, both domains are
from a single polypeptide chain [23]. Other structural elements are
also common between the two bacteriocins, namely a C-terminal
extension of 30 amino acids and a two-turn a-helix insertion into
loop 6 of the N-terminal MMBL domain (Figure 4B). The overall
root mean square deviation (rmsd) of backbone atoms for pyocin L1
and putidacin L1 is 7.5 A˚, which is relatively high due to a
difference in the relative orientation of the two MMBL domains. In
contrast, the relative orientation of the tandem MMBL domains of
pyocin L1 matches those of the dimeric plant lectins very closely,
with alignment of pyocin L1 with the snowdrop lectin homodimer
(pdb ID: 1MSA) giving an rmsd of 4.81 A˚. Comparison of the
respective N- and C- terminal domains from pyocin L1 and
Figure 2. Pyocin L1 binds strongly to CPA from P. aeruginosa
PAO1. (A) ITC binding isotherm of pyocin L1 (150 mM) titrated into
isolated LPS-derived polysaccharide (1 mg ml21) from wild-type P.
aeruginosa PAO1. Strong, saturable heats were observed indicative of a
strong interaction. Curve fitted with a single binding site model. (B) ITC
isotherm of pyocin L1 (150 mM) titrated into isolated LPS-derived
polysaccharide (1 mg ml21) from PAO1 wzt. No saturable binding
isotherm was observed.
doi:10.1371/journal.ppat.1003898.g002
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putidacin L1 shows they possess very similar folds with rmsds of
2.77 A˚ and 2.02 A˚, respectively (Figures 4C–D). The higher value
for comparison of the N-terminal domains is due to the presence of
a 2-strand extension to b-sheet two of the putidacin L1 N-terminal
MMBL domain, which is absent from pyocin L1 and other
MMBLs. In order to identify protein structures which share a
similar fold to pyocin L1 we submitted the structure of the DALI
server (http://ekhidna.biocenter.helsinki.fi/dali_server/start). The
DALI server searches the protein data bank (PDB) to identify
proteins structurally related to the query structure [41]. Significant
structural homology was only identified for putidacin L1 and other
proteins previously characterised as containing a MMBL fold such
as the snowdrop lectin. MMBL dimers of plant origin often form
higher order structures, however small angle X-ray scattering of
pyocin L1 showed it to be monomeric in solution (Figure S4).
Electron density maps, derived from both D-mannose and D-
rhamnose soaked crystals show clear density for sugar moieties in
both sites, C1 and C2 (Figure 5). The sugars refined well in these
densities at full occupancy, giving B-factors comparable to the
surrounding protein side chains. The canonical MMBL hydrogen
bonds observed for both D-mannose and D-rhamnose were the
same: Gln to O3, Asp to O2, Asn to O2 and Tyr to O4. In
addition, O6 of D-mannose forms a hydrogen bond with Tyr169 in
C1 and His194 in C2. As D-rhamnose is C6 deoxy D-mannose, it
lacks these interactions (Figure 6). The fact that D-mannose forms
an additional hydrogen bond is counter-intuitive given that pyocin
L1 has a significantly stronger affinity for D-rhamnose, however
Val154, Val163 and Ala166 of C1 and Val184 and Ala191 of C2
form a hydrophobic pocket to accommodate the C6-methyl group
of D-rhamnose (Figure S5).
Figure 3. Pyocin L1 shows specificity for D-rhamnose compared with D-mannose. (A) ITC binding isotherm of D-rhamnose (50 mM) titrated
into pyocin L1 (100 mM). Weakly saturable heats were observed, indicative of binding with modest affinity (Kd ,5–10 mM). (B) ITC binding isotherm
of D-mannose (50 mM) titrated into pyocin L1 (100 mM). Small-weakly saturable heats were observed, indicative of very weak interaction (Kd
,50 mM). Titration of monomeric sugars into 15N-labelled pyocin L1, monitored using 1H-15N HSQC NMR spectroscopy. Shifts within spectra were
converted to chemical shift perturbation (CSP) values using equation Dppm= ! [DdHN+(DdN*aN)2]. CSP values are plotted against sugar concentration
in (C) and (E) and visualised in (D) and (F). Peak positions, which correspond to backbone amide signals, at selected sugar concentrations (blue: no
sugar, green: 60 mM, red: 100 mM) are shown. Perturbation of peak position (ppm) is indicative of association between ligand and protein molecules
in solution.
doi:10.1371/journal.ppat.1003898.g003
Pyocin L1 Uses LPS as a Cell Surface Receptor
PLOS Pathogens | www.plospathogens.org 5 February 2014 | Volume 10 | Issue 2 | e1003898
Weak density was observed for both sugars at site N1, however
given the high concentrations used in the soak and the overall low
binding affinity of pyocin L1 for monomeric sugars, it is unlikely
that N1 represents a primary binding site for D-rhamnose (Figure
S5). The conserved residues in site N2 form interactions with the
C-terminal extension of the protein and as such are inaccessible.
Weak density was also observed adjacent to the binding site C1 of
mol B in both the soaks and in mol A of the D-rhamnose form.
This density may correspond to a peripheral binding site utilised in
binding to the carbohydrate chain of LPS, as is observed in the
structure of putidacin L1 bound to oligosaccharides [23].
To test the idea that the observed binding of D-rhamnose to sites
C1 and C2 is reflective of CPA binding and that this binding is
critical to pyocin L1 cytotoxicity, we created pyocin L1 variants in
which the conserved aspartic acids of the QxDxNxVxY motifs of
the C1 and C2 sugar binding sites were mutated to alanine and
compared their cytotoxicity and ability to bind the CPA by ITC
with the wild-type protein. Titrations with wild-type pyocin L1 and
the D150A (C1) and D180A (C2) variants were performed by
titrating protein at a concentration of 100 mM into a solution of
LPS-derived polysaccharide (1 mg ml21) from strain PAO1
(Figure 7). Under these conditions we were able to generate binding
isotherms that enabled us to accurately determine an apparent Kd
of 0.15 (60.07) mM for the wild-type pyocin L1-CPA complex. For
both the D150A (C1) and D180A (C2) variants, affinity for CPAwas
reduced. For the pyocin L1 D150A-CPA complex a Kd of 1.52
(60.51) mMwas determined, a 10-fold increase in Kd relative to the
wild-type pyocin L1-CPA complex. However, CPA binding to the
D180A variant was severely weakened and although heats of
binding were still observed the Kd for this complex, which could not
be accurately determined, is likely .500 mM. We also produced a
double mutant in which both D150A and D180A mutations were
present. For this double mutant, no binding to CPA was observed
by ITC. These data show that both the C1 and C2 sugar binding
motifs are required for full CPA binding, but that the C2 binding
site is the major CPA binding determinant. The killing activity of
these sugar binding motif variants showed a good correlation with
their ability to bind the CPA. Both the D150A and D180A variants
showed reduced cytotoxicity against PAO1 relative to pyocin L1,
with the D150A showing a greater reduction in activity and for the
D150A/D180A variant very low levels of cytotoxicity were
observed (Figure 7).
Putidacin L1 binds to P. syringae LPS and D-rhamnose
Pyocin L1 targets sensitive strains of P. aeruginosa through
binding to LPS and utilises this as a cell surface receptor. To
determine if LPS binding is common to the homologous and
previously characterised lectin-like bacteriocin putidacin L1, we
purified this protein and determined if the susceptibility of a
number of strains of P. syringae correlated with the ability of
putidacin L1 to bind to LPS-derived carbohydrates from these
strains.
From the five strains of P. syringae tested, LMG 5456 and LMG
2222 were found to be highly susceptible to putidacin L1 with
killing down to concentrations of 0.3 and 7.6 nM respectively.
DC3000 and NCPPB 2563 showed complete resistance and LMG
1247 was highly tolerant (killing down to 0.6 mM). Binding of
putidacin L1 to the isolated LPS-derived polysaccharides of the
Table 1. Crystallographic data collection and refinement statistics.
Sugar Free Form D-Rhamnose Soak D-Mannose Soak
Data collectiona
Space group C2221 C2221 C2221
Cell dimensions, a, b, c (A˚) 53.41, 158.40, 147.67 52.99, 160.65, 150.57 53.42, 162.1, 152.5
Resolution (A˚) 36.42 - 2.09 (2.14 - 2.09) 54.99 - 2.37 (2.43 - 2.37) 55.53 -2.55 (2.67 - 2.55)
Solvent content (%) 56 55 56
No. of unique observations 37131 (2751) 26242 (1922) 22096 (2901)
Multiplicity 4.8 (4.9) 4.4 (4.5) 5.5 (5.7)
Completeness (%) 99.0 (99.8) 99.1 (99.5) 99.9 (100.0)
Rmerge (%) 7.2 (59.2) 5.9 (83.0) 7.1 (85.6)
Rpim (%)
b 4.1 (33.0) 3.4 (44.9) 3.3 (39.2)
Mean I/sigma (I) 14.3 (2.1) 19.0 (2.1) 13.3 (2.3)
Refinement statistics
Rwork/Rfree (%) 17.8/22.2 20.9/25.7 19.4/24.8
No. of non-hydrogen atoms 4505 4178 4138
RMSD of bond lengths (A˚) 0.02 0.015 0.013
RMSD of bond angles (u) 1.96 1.63 1.70
No. of waters 344 95 27
Mean/Wilson plot B-value (A˚2) 40.2/33.8 54.2/43.6 65.9/59.1
Ramachandran plot (%)c
Favoured/Allowed/Outliers 97.2/2.2/0.6 97.4/2.2/0.4 96.6/3.0/0.4
PDB identifier 4LE7 4LED 4LEA
aValues in parentheses refer to the highest resolution shell.
bRpim =Shkl[1/(N21)]
1/2Si|Ii(hkl)2,I(hkl).|/ShklSiIi(hkl).
cPercentages of residues in favored/allowed regions calculated by the program RAMPAGE [68].
doi:10.1371/journal.ppat.1003898.t001
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Figure 4. Crystal structure of pyocin L1 reveals tandem MMBL domains and sugar-binding motifs. (A) Ribbon diagram of structure of
pyocin L1 in complex with a-D-rhamnose, amino acids 2-256. N-terminal domain (green), C-terminal domain (pink), C-terminal extension (red), a-D-
rhamnose (spheres) and sugar binding sites containing the conserved or partially conserved QxDxNxVxY motif are highlighted (blue) and are
designated N1, N2 and C1, C2 according to order of appearance in the primary sequence of the N- and C-terminal domains, respectively. Pyocin L1
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above mentioned strains was tested by ITC. Large saturable heats
of binding were observed for putidacin L1 and the LPS-derived
polysaccharides from LMG 5456 and LMG 2222, while no
binding was observed between putidacin L1 and the LPS-derived
polysaccharides from LMG 1247, 2563 or DC3000 (Figure 8).
Thus, there is excellent correlation between putidacin L1 cell
killing and the binding of LPS-derived polysaccharide indicating
that like pyocin L1, putidacin L1 utilises LPS as a surface receptor.
Although P. syringae O-antigens are diverse relative to CPA, the
incorporation of D-rhamnose is widespread and seemingly almost
universal in strains of this species [42,43]. Interestingly, in cases where
D-rhamnose is not a component of P. syringae LPS, L-rhamnose is
present [42]. As with pyocin L1 we utilised ITC and NMR to
characterise the binding affinity of putidacin L1 for D-rhamnose, in
comparison with D-mannose and L-rhamnose. Putidacin L1 exhibited
an affinity of 5–10 mM for D-rhamnose, which is comparable to that
of pyocin L1, and approximately 10-fold stronger than its affinity for
D-mannose (Figure S6). Interestingly, no binding of L-rhamnose to
putidacin L1 or pyocin L1 was observed (Figure S7). It is interesting
to note that in the strains of P. syringae we have tested, the killing
spectrum (but not the potency) of pyocin L1 and putidacin L1 is
identical. This observation combined with the specificity of putidacin
L1 for D-rhamnose, strongly suggests that it also binds to a D-
rhamnose containing O-antigen. Indeed branched D-rhamnose O-
antigens are common in P. syringae [42,43].
Our data for both pyocin L1 and putidacin L1 indicate that D-
rhamnose containing O-antigens are utilised as surface receptors
for lectin-like bacteriocins from Pseudomonas spp. This is an
attractive hypothesis since the inclusion of D-rhamnose in the
lipopolysaccharides from members of this genus is widespread and
residues involved in hydrogen bonding with a-D-rhamnose are shown in stick representation. (B) Sequence and secondary structure (b-
sheets = arrows, a-helices = coils) of pyocin L1 with colours corresponding to the structure in (A). Residues conserved in sugar binding motifs are
shown in bold. (C) Structural alignment of pyocin L1 (green) and putidacin L1 (blue) based on N-terminal MMBL domain in wall-eyed stereo. (D)
Structural alignment of pyocin L1 (green) and Allium sativum agglutinin (1BWU) (pink) based on N-terminal MMBL domain in wall-eyed stereo.
doi:10.1371/journal.ppat.1003898.g004
Figure 5. C-terminal MMBL-sugar binding motifs of pyocin L1 bind D-rhamnose and D-mannose. Electron density (at 1.3 s) with fitted
stick model of pyocin L1 MMBL-sugar binding site C1 with: (A) D-rhamnose (XXR), (C) D-mannose (BMA), (E) no bound sugar, and sugar binding site C2
with: (B) D-rhamnose, (D) D-mannose, (F) no bound sugar. For clarity, electron density is clipped to within 1.5 A˚ of visible atoms.
doi:10.1371/journal.ppat.1003898.g005
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could form an important component of the genus specific activity
of this group of bacteriocins.
Discussion
In this work we have shown that pyocin L1 targets susceptible
cells through binding to the CPA component of LPS and that
primary recognition of CPA occurs through binding of D-
rhamnose at the conserved QxDxNxVxY sugar binding motifs
of the C-terminal lectin domain. The ability of both pyocin L1 and
putidacin L1 to recognise D-rhamnose containing carbohydrates is
an important component of their ability to target sensitive strains
of Pseudomonas spp. The use of the O-antigen as a primary receptor
differentiates the lectin-like bacteriocins from other multidomain
bacteriocins such as colicins and S-type pyocins (colicin-like
bacteriocins) which utilise outer membrane proteins as their
primary cell surface receptors [44]. The colicin-like bacteriocins
also possess a flexible, or natively disordered N-terminal region
that is thought to pass through the lumen of a coreceptor and
interact with the periplasmic Tol or Ton complexes that mediate
translocation of the bacteriocin across the outer membrane
[11,44]. The lack of such a flexible N-terminal region in the
lectin-like bacteriocins suggests that either they do not need to
cross the outer membrane in order to mediate their cytotoxicity or
they do so by a mechanism that is fundamentally different to the
diverse family of colicin-like bacteriocins. Given the extensive
structural homology between the lectin-like bacteriocins and plant
lectins it seems likely that these bacteriocins share a common
ancestor with plant lectins and from an evolutionary perspective
are unrelated to the colicin-like bacteriocins.
In addition to O-antigen recognition, additional factors, as yet
to be determined, are clearly also important in strain and species
specificity among the lectin-like bacteriocins. Indeed, recent work
from Ghequire et al. has shown through domain swapping
experiments that for putidacin L1 (LlpABW) and the homologous
lectin-like bacteriocin LlpA1Pf-5 from Pseudomonas fluorescens, species
specificity is governed by the identity of the N-terminal lectin
domain [23]. Thus, in view of these data and our own data it
seems likely that the C-terminal lectin domain of this class of
bacteriocins plays a general role in the recognition of D-rhamnose
containing O-antigens, with the N-terminal domain interacting
with species-specific factors and thus determining the precise
species and strain specificity of these bacteriocins. Although there
are few clues as to how the lectin-like bacteriocins ultimately kill
susceptible cells, we have established a clear role for the C-
terminal MMBL domain of these proteins. The roles of the N-
terminal MMBL domain and the C-terminal extension remain to
be discovered [23]. However, from the previous work of Ghequire
et al, it is clear that all three of these regions are required for killing
of susceptible cells.
Interestingly, although rhamnose is frequently a component of
plant and bacterial glycoconjugates, such as the rhamnolipids of P.
aeruginosa [45] and pectic polysaccharides of plant cell walls [46], it
is generally the L-form of this sugar that is found in nature.
Although otherwise rare, D-rhamnose is found frequently as a
component of the LPS of plant pathogens and plant associated
bacteria such as P. syringae [42,43], P. putida [47], Xanthomonas
campestris [48] and Burkholderia spp. [49], but is a relatively rare
component of the O-antigens of animal pathogens such as E. coli,
Salmonella and Klebsiella. It is interesting to speculate that since D-
rhamnose is a common component of the LPS of bacterial plant
pathogens, that some of the many lectins produced by plants may
have evolved to target D-rhamnose as part of plant defence to
bacterial pathogens.
The specificity of lectin-like bacteriocins suggests that these
protein antibiotics may be useful in combating plant pathogenic
bacteria, either through the use of bacteriocin expressing
biocontrol strains or by the production of transgenic plants
engineered to express these proteins. The specific targeting
mechanism described here, binding of D-rhamnose containing
polymers, indicates that the lectin-like bacteriocins would not
interact with either plant or animal cells, since these lack D-
rhamnose containing glycoconjugates. In addition, these narrow
spectrum antibiotics would leave the majority of the soil
microbiome and the gut microbiome of plant-eating animals
intact and so would be likely to have minimal environmental
impact and minimal impact on animal health. This latter property
and the potency of these protein antibiotics could also make the
use of lectin-like bacteriocins in the treatment of chronic
multidrug-resistant P. aeruginosa infections in humans an attractive
proposition.
Materials and Methods
Bacterial strains, plasmids and growth conditions
Strains and plasmids utilised in this study are presented in
Supplementary Table S1. Strains of P. aeruginosa were grown in LB
at 37uC, P. syringae were grown in King’s B Media (KB) (20 g
Figure 6. Hydrogen-bonding interactions between pyocin L1 MMBL sugar-binding motif C1 with D-rhamnose and D-mannose.
Hydrogen bonds between protein side chains with (A) D-rhamnose and (B) D-mannose are shown; all distances are in A˚.
doi:10.1371/journal.ppat.1003898.g006
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Figure 7. Binding of the CPA at the C-terminal sugar binding motifs, C1 and C2, is critical to pyocin L1 cytotoxicity. ITC binding
isotherms of (A) wild-type (B) D180A (C) D150A and (D) D150A/D180A pyocin L1 all at (100 mM) titrated into isolated LPS-derived polysaccharide
(1 mg ml21) from wild-type P. aeruginosa PAO1. Fit to a single binding site model is shown. (E) Spot tests to determine cytotoxic activity of wild-type
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peptone, 10 g glycerol, 1.5 g MgSO4, 1.5 g K2HPO4 per liter
adjusted to pH 7.5) at 28uC.
Cloning and purification of lectin-like bacteriocins
Pyocin L1 was amplified from the genomic DNA of the
producing strain P. aeruginosa C1433 [50] by PCR using primers
designed to introduce an NdeI site at the start of the pyoL1 gene
(ACA GAT CAT ATG AAG TCT CCA AAC AAA AGG AGG)
and an XhoI site at the end of the gene (ACA GAT CTC GAG
GAC CAC GGC GCG CCG TCG TGG ATA GTC GTG GGG
CCA A). The PCR product was ligated into the corresponding
sites of the E. coli expression vector pET21a to give pETPyoL1
which encodes pyocin L1 with a C-terminal His6 tag separated
from the C-terminus of pyocin L1 by a 6 amino acid linker
(RRRAVV). Pyocin L1 was overexpressed from E. coli
BL21(DE3)pLysS carrying the plasmid pETPyoL1. Five litres of
LB broth was inoculated (1:100) from an overnight culture and
cells were grown at 37uC in a shaking incubator to an
OD600 = 0.6. Protein production was induced by the addition of
0.3 mM isopropyl b-D-1-thiogalactopyranoside (IPTG), the cells
were grown at 22uC for a further 20 hand harvested by
centrifugation. Cells were resuspended in 20 mM Tris-HCl,
500 mM NaCl, 5 mM imidazole (pH 7.5) and lysed using an
MSE Soniprep 150 (Wolf Laboratories) and the cell debris was
separated by centrifugation. The cell-free lysate was applied to a 5-
ml His Trap HP column (GE Healthcare) equilibrated in 20 mM
Tris-HCl, 500 mM NaCl, 5 mM imidazole (pH 7.5) and pyocin
L1 was eluted over a 5–500 mM imidazole gradient. Pyocin L1
containing fractions were identified by SDS PAGE, pooled and
dialyzed overnight into 50 mM Tris-HCl, 200 mM NaCl, pH 7.5
and remaining contaminants were removed by gel filtration
chromatography on a Superdex S75 26/600 column (GE
Healthcare) equilibrated in the same buffer. The protein was
concentrated using a centrifugal concentrator (Vivaspin 20) with a
molecular weight cut off of 5 kDa and stored at 280uC until
required. The putidacin L1 open reading frame was synthesised
(DNA 2.0) and cloned into pET21a via 59 NdeI and 39 XhoI
restriction sites. The stop codon was removed in order to utilise the
pET21a C-terminal His6 tag. Purification of putidacin L1 was
performed as for pyocin L1. Constructs to express the pyocin L1
mutants D31A, D97A, D150A and D180A were created using the
QuikChange Site Directed Mutagenesis Kit (Stratagene) utilising
pETPyoL1 as a template. The primers used were CAA ATT GGT
CAT GCA AGC GGC TGG CAA CTT GGT CCT TTA CG
and CGT AAA GGA CCA AGT TGC CAG CCG CTT GCA
TGA CCA ATT TG for D31A, GCG TAC CTG AAT CTT
CAA GAT GCT GGG GAC TTC GGT ATA TTT TC and
GAA AAT ATA CCG AAG TCC CCA GCA TCT TGA AGA
TTC AGG TAC GC for D97A, CGC CTA GCG TTT CAG
GGA GCT GGC AAC CTA GTG ATC TAT C and GAT AGA
TCA CTA GGT TGC CAG CTC CCT GAA ACG CTA GGC
G for D150A and GAT AGA GCA GTA GTG CAA GAG GCT
GGA AAT TTT GTT ATC TAC AAA G and CTT TGT AGA
TAA CAA AAT TTC CAG CCT CTT GCA CTA CTG CTC
and pyocin L1 variants against of P. aeruginosa PAO1. Purified protein (starting concentration 400 mg ml21 with 2-fold sequential dilutions) was
spotted onto a growing lawn of P. aeruginosa PAO1. Clear zones indicate pyocin L1 cytotoxicity.
doi:10.1371/journal.ppat.1003898.g007
Figure 8. Putidacin L1 binds strongly to LPS-derived polysaccharides from susceptible but not tolerant or resistant P. syringae
isolates. ITC isotherm of LPS-derived polysaccharides (3 mg ml21) from strains highly sensitive to putdacin L1: (A) P. syringae LMG 2222, (B) P.
syringae LMG 5456 titrated into putidacin L1 (60 mM). Large, saturable heats are indicative of binding. LPS-derived polysaccharides (3 mg ml21) from
strains non-sensitive to putidacin L1: (C) P. syringae NCPPB 2563, (D) P. syringae DC3000, or highly tolerant (E) P. syringae LMG 1247 to putidacin L1,
show no heats of binding when titrated into putidacin L1 (60 mM).
doi:10.1371/journal.ppat.1003898.g008
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TAT C for D180A. Mutant proteins were purified as described
above for wild-type pyocin L1.
Pyocin sensitivity assays: Overlay spot plate method
Soft agar overlay spot plates were performed using the method
of [35]. 150 ml of test strain culture at OD600 = 0.6 was added to
6 ml of 0.8% soft agar and poured over an LB or KB agar plate.
5 ml of bacteriocin at varying concentrations was spotted onto the
plates and incubated for 20 h at 37 or 28uC.
Isolation of pyocin L1 tolerant mutants
1.5 ml of a culture of P. aeruginosa E2 (OD600 = 0.6) was
centrifuged and resuspended in 100 ml of LB, to which 100 ml
(8 mg ml21) of purified pyocin L1 was added. The culture was
grown for 1 h, plated onto a LB agar plate and incubated for 20 h
at 37uC. Isolated colonies were identified as P. aeruginosa using 16S
PCR as described previously [51].
Whole genome sequencing
The genomes of P. aeruginosa E2 and derived pyocin L1 tolerant
mutants were sequenced at the Glasgow Polyomics Facility,
generating paired-end reads on an Illumina MiSeq Personal
Sequencer. Reads were mapped to the previously sequenced
parent genomes of P. aeruginosa E2 using the CLC genomics
workbench, MAUVE and RAST to create an ordered annotated
genome. The CLC genomics workbench was used for genome
comparisons and the identification of SNPs/INDELs.
LPS purification and isolation of LPS-derived
polysaccharide
LPS was purified from 1 litre cultures of P. aeruginosa and P.
syringae strains as described previously, with modifications includ-
ing the omission of the final trifluoroacetic acid hydrolysis and
chromatography steps [52]. Cells were grown for 20 h at 37uC
and 28uC for P. aeruginosa and P. syringae respectively, pelleted by
centrifugation at 6000 g for 20 min, and resuspended in 50 mM
Tris, pH 7.5 containing lysozyme (2 mg ml21) and DNase I
(0.5 mg ml21). Cells were lysed by sonication and the cell lysate
was incubated at 20uC for 30 min before EDTA was added to a
final concentration of 2 mM. An equal volume of aqueous phenol
was added and the solution was heated at 70uC for 20 min, with
vigorous mixing. The solution was then cooled on ice for 30 min,
centrifuged at 7000 g for 20 min and the aqueous phase extracted.
Proteinase K was added to a final concentration of 0.05 mg ml21
and dialysed for 12 h against 265 L H2O. LPS was pelleted by
ultracentrifugation at 100,000 g for 1 h, resuspended in H2O and
heated to 60uC for 30 min to remove residual proteinase K
activity. LPS-derived carbohydrates were isolated by heating LPS
in 2% acetic acid for 1.5 h at 96uC. Lipid A was removed by
centrifugation at 13,500 g for 3 min followed by extraction with
an equal volume of chloroform. The aqueous phase was then
lyophilised.
SDS-PAGE, silver staining and immunoblotting
Purified LPS from wild-type and mutant samples were resolved
by electrophoresis on 12% SDS-polyacrylamide gels. The LPS
banding patterns were visualised by the Invitrogen ultrafast silver
staining method. For immunoblotting LPS was transferred onto
nitrocellulose membranes and western immunoblotting was
performed as previously described using the CPA-specific mono-
clonal antibody N1F10 and alkaline phosphatase-conjugated goat
anti-mouse Fab2 as the secondary antibody [39]. The blots were
developed using SIGMAFAS BCIP/NBT tablets.
Isothermal titration calorimetry
ITC experiments were performed on a VP-ITC microcalorim-
eter (MicroCal LLC). For monosaccharide binding, titrations were
carried out at 299 K with regular 15 ml injections of ligands into
60–100 mM pyocin L1 or putidacin L1 at 300 s intervals. 50 mM
D-rhamnose, D-mannose or L-rhamnose were used as titrants and
reactions were performed in 0.2 M sodium phosphate buffer,
pH 7.5. D-rhamnose (.97%) was obtained from Carbosynth
Limited (UK) and D-mannose and L-rhamnose (.99%) from
Sigma-Aldrich (UK). For O-antigen-pyocin L1 binding reactions,
pyocin L1 or pyocin L1 variants were used as titrant at 100 or
150 mM with cleaved O-antigen sugars dissolved at 1 mg ml21 in
the chamber. For curve fitting we estimated the molar concen-
tration of LPS-derived CPA containing carbohydrate chains at
20 mM based on an estimated average molecular weight of 10 kDa
for CPA containing polysaccharides and estimating the percentage
of total LPS represented by CPA containing carbohydrates as 20%
of the total by weight [53]. This value may not be accurate and as
such the stoichiometry implied by the fit is likely to be unreliable.
However, the use of this estimated value has no impact on the
reported parameters of DH, DS and Kd. For O-antigen-putidacin
L1 binding reactions, O-antigen was used as the titrant at
3 mg ml21 with 60 mM putidacin L1 in the chamber. Reactions
were performed in 20 mM HEPES buffer pH 7.5. All samples
were degassed extensively prior to the experiments. Calorimetric
data were calculated by integrating the area under each peak and
fitted with a single-site binding model with Microcal LLC Origin
software. The heats of dilution for each titration were obtained
and subtracted from the raw data.
NMR titration experiments
NMR chemical shift perturbation analysis of sugar binding by
pyocin L1 and putidacin L1 was carried out at 305 K and 300 K
respectively. Fast-HSQC spectra [54] were recorded using 15N
labelled proteins (0.1–0.2 mM) and unlabelled ligands, D-rham-
nose and D-mannose (100 mM), on a Bruker AVANCE 600 MHz
spectrometer. Protein samples were prepared with and without the
sugars present and volumes were exchanged at fixed ratios,
making sure the protein concentration remained unchanged. The
spectra were processed with Topspin and analysed with CCPNmr
analysis [55].
Crystallisation and data collection for pyocin L1
Purified pyocin L1 at a concentration of 15 mg ml21 was
screened for crystallisation conditions using the Morpheus and
PGA crystallisation screens (Molecular Dimensions) [56]. Screens
were prepared using a Cartesian Honeybee 8+1 dispensing robot,
into 96-well, MRC-format, sitting drop plates (reservoir volume of
80 ml; drop size of 0.5 ml of protein and 0.5 ml of reservoir
solution). Clusters of needle shaped crystals grew in a number of
conditions in each screen over 3 to 7 days. Two of these
conditions, condition 1 (20% v/v ethylene glycol, 10% w/v PEG
8000, 0.03 M CaCl2, 0.03 M MgCl2, 0.1 M Tris/Bicine, pH 8.5)
and condition 2 (20% PEG 550 MME, 20% PEG 20 K, 0.03 M
CaCl2, 0.03 M MgCl2 0.1 M MOPS/HEPES, pH 7.5) from the
Morpheus screen were selected for optimisation by vapour
diffusion in 24 well plates (reservoir volume 500 ml, drop size
1 ml protein and 1 ml reservoir solution). Clusters of needles from
these trays grew after 3–7 days and were mechanically separated.
The un-soaked crystals were from condition 1, while soaked
crystals were from condition 2. Un-soaked crystals were looped
and directly cryo-cooled to 110 K in liquid nitrogen; D-mannose
and D-rhamnose soaked crystals were soaked for 2–12 min in
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artificial mother liquor containing 4 M D-mannose or 2 M D-
rhamnose, before cryo-cooling to 110 K. X-ray diffraction data
were collected at the Diamond Light Source, Oxfordshire, UK at
beam lines I04, I04-1 and I24. Automatic data processing was
performed with Xia2 within the EDNA package [57].
Structure solution and refinement for pyocin L1
A dataset from an un-soaked pyocin L1 crystal was submitted to
the Balbes pipeline along with the amino acid sequence for pyocin
L1 [58]. Balbes produced a partial molecular replacement solution
based on the structure of Galanthus nivalis agglutinin (PDB ID:
1MSA). Initial phases from Balbes were improved via density
modification and an initial model was built using Phase and Build
from the Phenix package [59]. The model was then built and
refined using REFMAC5 and Coot 0.7 [60,61]. Validation of all
models was performed using the Molprobity web server and
Procheck from CCP4-I [62,63]. Two structures of sugar soaked
pyocin L1 were solved by molecular replacement using Phaser
[64], with the sugar-free pyocin L1 as the search model.
Additional electron density corresponding to bound sugars, was
observed in both 2Fo-2Fc and Fo-Fc maps [65]. Sugars were fitted
and structures refined using Coot 0.7 and REFMAC5. b-D-
mannose (PDB ID: BMA) corresponded best to the density of
bound D-mannose. The density in the D-rhamnose complex best
corresponded to a-D-rhamnose, for which no PDB ligand exists; a
model for a-D-rhamnose was prepared by removing the oxygen
from carbon 6 of a-D-mannose and submitting these PDB
coordinates to the Prodrg server, which generated the model
and modeling restraints [65]. The resultant a-D-rhamnose was
designated with the PDB ID: XXR.
Small angle X-ray scattering
SAXS was carried out on the X33 beamline at the Deutsches
Elektronen Synchrotron (DESY, Hamburg, Germany). Data were
collected on samples of Pyocin L1 in the range of 0.5–5 mg ml21.
Buffer was read before and after each sample and an average of
the buffer scattering was subtracted from the sample scattering.
The data obtained for each sample were analysed using PRIMUS
[66], merging scattering data at low angles with high angle data.
The distance distribution function, p(r), was obtained by indirect
Fourier transform of the scattering intensity using GNOM [67]. A
Guinier plot (ln I(s) vs s2) was used to calculate the molecular
weight at I(0) and radius of gyration, Rg, of PyoL1. Ab initio models
of the protein in solution were built using DAMMIF [68],
averaged with DAMAVER [69] and overlaid with the available
crystal structure using SUPCOMB [70].
Supporting Information
Figure S1 Sequence alignment of pyocin L1 and previ-
ously reported MMBL-like bacteriocins. Dark blue shading
designates sequence identity, light blue designates chemically
conserved residues. The three conserved MMBL sugar-binding
motifs (N1, C1 and C2) and the partially conserved motif (N2) are
boxed in red.
(JPG)
Figure S2 Genetics of CPA biosynthesis in P. aerugi-
nosa. (A) CPA operon, annotated with location of P. aeruginosa E2
tolerant mutant (M4 and M11) deletion and PAO1 transposon
insertion mutants. (B) Summary of CPA biosynthetic pathway,
showing function performed by genes, shown to induce pyocin L1
tolerance or resistance.
(TIF)
Figure S3 1H-15N HSQC spectra of 15N-labelled pyocin
L1 in presence (red) and absence (black) of 100 mM (A)
D-rhamnose and (B) D-mannose, showing distinctive
chemical shifts upon addition of associating sugars.
Chemical shift changes specific to a small number of cross-peaks
illustrates association of the sugars with a small subset of amino
acids, which likely correspond to the residues within the binding
sites. Analogous changes are observed for D-rhamnose and D-
mannose titrations indicative that the same sites are binding both
ligands. Greater shift magnitude is observed for D-rhamnose,
indicative of a greater affinity towards this monosaccharide. Boxed
regions include cross-peaks used for chemical shift perturbation
analysis as shown in Figure 3.
(TIF)
Figure S4 Small angle X-ray scattering of pyocin L1. (A)
Ab initio model of pyocin L1 computed with DAMMIF overlaid
with the crystal structure. (B) Guinier plot of scattering data
indicates that the protein is monomeric in solution (I(0) gives a
molecular mass of 29.53 kDa) by extrapolation of scattering
intensity to zero scattering angle. Radius of gyration is 2.72 nm,
indicative of a folded, globular monomeric particle in solution.
(TIF)
Figure S5 Coordination of D-rhamnose in C1, C2 and N2
binding sites of pyocin L1. (A) Stereo view of D-rhamnose
coordination by binding site C1 (A), C2 (C) and N1 (E), from D-
rhamnose soak data. Core binding motif residues (blue) and
additional residues contributing to the pocket (white) are shown.
Omit map density for D-rhamnose in binding site C1 (B), C2 (D),
N1 (F) calculated by refinement of data from D-rhamnose soaked
crystal with model built from unsoaked crystal. Density for all sites
contoured to 0.15e/A˚3.
(TIF)
Figure S6 Putidacin L1 shows specificity for D-rham-
nose, compared with D-mannose. (A) ITC isotherm of D-
rhamnose (50 mM) titrated into putidacin L1 (0.1 mM). Weakly
saturable heats are indicative of binding with modest affinity (Kd
,5–10 mM). (B) ITC isotherm of D-mannose (50 mM) titrated
into putidacin L1 (0.1 mM). Binding is undetectable under
reaction conditions.
(TIF)
Figure S7 Putidacin L1 and pyocin L1 do not bind L-
rhamnose. ITC isotherms of L-rhamnose (50 mM) titrated into
putidacin L1 (A) and pyocin L1 (B) both at (0.1 mM). Binding is
undetectable under these conditions.
(TIF)
Table S1 Strains and plasmids used in this work.
(PDF)
Text S1 References for supplementary information.
(DOCX)
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Summary
The colicin-like bacteriocins are potent protein antibi-
otics that have evolved to efficiently cross the outer
membrane of Gram-negative bacteria by parasitizing
nutrient uptake systems. We have structurally char-
acterized the colicin M-like bacteriocin, pectocin M2,
which is active against strains of Pectobacterium spp.
This unusual bacteriocin lacks the intrinsically
unstructured translocation domain that usually medi-
ates translocation of these bacteriocins across the
outer membrane, containing only a single globular
ferredoxin domain connected to its cytotoxic domain
by a flexible α-helix, which allows it to adopt two
distinct conformations in solution. The ferredoxin
domain of pectocin M2 is homologous to plant ferre-
doxins and allows pectocin M2 to parasitize a system
utilized by Pectobacterium to obtain iron during infec-
tion of plants. Furthermore, we identify a novel
ferredoxin-containing bacteriocin pectocin P, which
possesses a cytotoxic domain homologous to lys-
ozyme, illustrating that the ferredoxin domain acts as
a generic delivery module for cytotoxic domains in
Pectobacterium.
Introduction
It is a dogma of colicin biology that after binding tightly to
their cognate outer membrane (OM) receptor, colicins
utilize an intrinsically unstructured translocation domain
(IUTD) to recruit the inner membrane-bound Tol or Ton
complex (Kleanthous, 2010; Housden et al., 2013). These
complexes, which are responsive to the proton motive
force (pmf), mediate translocation of the bacteriocin across
the OM (Cascales et al., 2007; Housden et al., 2010). The
formation of a colicin translocon has recently been visual-
ized directly for the DNase-type colicin E9 through the
isolation and imaging of the colicin in complex with its
primary receptor BtuB, the trimeric porin OmpF, which
allows passage of the IUTD across the OM and the peri-
plasmic protein TolB, which is a component of the cell
envelope-spanning TolABQR-Pal complex (Housden
et al., 2013). Similarly, the TonB-dependent pore-forming
colicin, colicin IA, uses one copy of the TonB-dependent
receptor Cir as its primary receptor and a second copy as
a translocation pathway for its IUTD to cross the OM to
deliver a TonB-binding epitope to the periplasm (Jakes and
Finkelstein, 2010). In addition to the colicins, which show a
potent narrow spectrum of killing activity against strains of
E. coli and other closely related bacteria, other colicin-like
bacteriocins have also been characterized. These include
the S-type pyocins from Pseudomonas aeruginosa,
klebicins from Klebsiella pneumonia and syringacin M from
P. syringae (Riley et al., 2001; Michel-Briand and Baysse,
2002; Barreteau et al., 2009). The recently determined
structures of the M-class bacteriocins pyocin M and syrin-
gacin M showed that like colicin M, these bacteriocins
possess a 30- to 40-amino-acid IUTD, which is essential
for translocation, indicating that translocation across the
OM likely occurs through the same mechanism as the
colicins (Zeth et al., 2008; Barreteau et al., 2012a,b;
Grinter et al., 2012b).
We recently described the novel M-class bacteriocins
pectocin M1 and M2, which are produced by and active
against strains of the soft-rot phytopathogens Pectobacte-
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rium atrosepticum (Pba) and Pectobacterium carotovorum
(Pbc) (Grinter et al., 2012a; 2013). The domain structure of
these proteins suggested that they challenge the dogma
that an IUTD is the universal mechanism by which colicin-
like bacteriocins achieve translocation. Pectocin M1 and
M2 consist of an M-class cytotoxic domain with lipid II
degrading activity, fused to a plant-like ferredoxin domain
(Grinter et al., 2012a; 2013). This ferredoxin domain, which
contains an intact [2Fe-2S] iron–sulphur cluster, substi-
tutes for the helical receptor binding domain and IUTD of
the M-class bacteriocins discussed above, that are
required to deliver the cytotoxic domain to the periplasm.
Further to this, we observed that the addition of plant
ferredoxin to strains of Pba and Pbc exposed to the pec-
tocins inhibited bacteriocin-induced killing (Grinter et al.,
2012a). These observations show first, that Pba and Pbc
possess an OM receptor able to bind ferredoxin and
second, that pectocins M1 and M2 parasitize this receptor
to target and ultimately gain entry to susceptible cells. The
role of ferredoxin binding for these plant pathogens is
apparent under iron-limiting conditions where, in the pres-
ence of plant ferredoxin, some strains of Pectobacterium
spp. show strongly enhanced growth (Grinter et al.,
2012a). This effect is not observed on addition of the
mammalian ferredoxin homologue, adrenodoxin, which
also contains a [2Fe-2S] iron–sulphur cluster (even at
greatly increased concentrations), indicating a high level of
specificity for plant ferredoxin. Similarly, adrenodoxin is not
able to rescue cells from pectocin M-induced killing (Grinter
et al., 2012a). Thus, like other colicin-like bacteriocins,
pectocins M1 and M2 parasitize an existing nutrient uptake
system to gain entry into target cells. However, for these
bacteriocins the mechanism is overt and unprecedented,
with the direct utilization of ferredoxin, a protein from which
Pectobacterium spp. is able to directly acquire iron, as the
targeting region of the bacteriocin (Grinter et al., 2013).
In order to gain further insight into the mechanism
through which pectocins M1 and M2 gain entry into target
cells, we have used X-ray crystallography and small angle
X-ray scattering along with in silico modelling approaches
to characterize the structural and dynamic properties of
pectocin M2. Our data show that there is a high degree of
conformational flexibility between the ferredoxin and
colicin M-like cytotoxic domain through movement of a
linking helix and definitively show that the protein lacks
the flexible IUTD that is characteristic of all other charac-
terized colicin-like bacteriocins. The lack of an IUTD indi-
cates that the ferredoxin-containing pectocins utilize an
existing ferredoxin uptake mechanism to cross the OM,
without direct interaction with the Tol or Ton complexes in
the periplasm. Additionally, we have determined the exist-
ence of an additional ferredoxin-containing bacteriocin,
pectocin P, which possesses a cytotoxic domain that is a
structural homologue of lysozyme, illustrating that ferre-
doxin can act as a generic module for the delivery of
structurally diverse cytotoxic proteins to the periplasm.
Results
The crystal structure of pectocin M2
In initial crystallization trials for pectocin M2, characteristic
red-brown crystals of this ferredoxin-containing bacteriocin
formed with PEG 3350 and ammonium sulphate as the
precipitants. Data from these crystals were collected to 2.3
Å in the space group P21 and phased using anomalous
scattering data from the metal centres of the [2Fe-2S]
iron–sulphur cluster. The structure of pectocin M2 revealed
an N-terminal domain with the predicted ferredoxin-fold
(residues 2–94, in red), separated from the colicin M-like
cytotoxic domain (residues 116–271, in blue) by a linker
region (residues 95–115, in green) that forms an α-helix
(Fig. 1A and B). There is a significant difference in the
orientation of the cytotoxic and ferredoxin domains of the
two pectocin M2 molecules in the asymmetric unit (ASU)
with a root mean square deviation (r.m.s.d.) of 3.4 Å,
between main-chain atoms (Fig. S1). The fold of the pec-
tocin M2 ferredoxin domain is identical (r.m.s.d. 0.60 Å) to
that of spinach ferredoxin (PDB ID = 1A70) and the
C-terminal cytotoxic domain is highly similar to the lipid
II-cleaving catalytic domains of colicin M (PDB ID = 2XMX,
r.m.s.d. 1.7 Å) (Fig. 1C and D) (Zeth et al., 2008). The
crystal structure of pectocin M2 adds to a growing body of
structural and biochemical data on colicin M-like cytotoxic
domains (Zeth et al., 2008; Barreteau et al., 2010; 2012b;
Helbig and Braun, 2011; Grinter et al., 2012b). We con-
firmed the enzymatic activity of pectocin M1 and M2 by a
lipid II hydrolysis assay (Fig. S2). In the recently solved
structures of pyocin M (PaeM) and syringacin M a divalent
metal ion (Ca2+ or Mg2+) is co-ordinated by a key catalytic
aspartic acid side-chain in conjunction with two backbone
carbonyls. Mg2+, Ca2+ or Mn2+ ions are required for catalytic
activity of M-class bacteriocins, and analysis of these
proteins has shown co-ordination at this position to be
essential for activity (Grinter et al., 2012b). In the pectocin
M2 structure this key aspartate (D226) adopts an analo-
gous conformation. However, no density for a metal ion is
observed in this position, which is occupied by a water
molecule (Fig. 2A). The absence of a metal ion is unsur-
prising given the lack of divalent ions and the high ionic
strength of the crystallization conditions.
Comparative analysis of the catalytic domains of colicin
M homologues reveals significant variation between the
structures. In the structures of pyocin M and syringacin M
a key conserved arginine is located distant from other
conserved residues creating an open active-site cleft. In
contrast, in the pectocin M2 structure this residue (R236) is
orientated towards the other key catalytic residues
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(Fig. 2B). The electron density for R236 permitted model-
ling of two conformations, one within hydrogen bonding
distance of the aspartic acid co-ordinated water and the
other forming a hydrogen bond with N184. In this confor-
mation, R236 creates a defined active site tunnel which
would enable co-ordination of the lipid II and positioning of
the pyrophosphate group in close proximity to all key
catalytic residues (Fig. 2A and B).
In contrast to the compact structures of the homologous
bacteriocins, colicin M, pyocin M and syringacin M, where
Fig. 1. The crystal structure of pectocin M1
reveals a ferredoxin-containing colicin-like
bacteriocin that lacks an IUTD.
A. Amino acid sequence of pectocin M2,
showing structural domains (ferredoxin
domain = red, linker helix = green, catalytic
domain = blue) and annotated with secondary
structure.
B. Schematic of the crystal structure of
pectocin M2 observed in the P21 crystal form,
with the cytotoxic domain in blue, plant-like
ferredoxin domain in red and linker helix in
green. The [2Fe-2S] iron–sulphur cluster is
represented by spheres.
C. Schematic of cytotoxic domain of pectocin
M2 aligned with that of colicin M (PDB
ID = 2XMX) (backbone r.m.s.d. = 1.65 Å,
pectocin M2 residues = 123–271, colicin M
residues = 123–271).
D. Schematic of the ferredoxin domain of
pectocin M2 aligned with that of spinach
ferredoxin (PDB ID = 1A70) (backbone
r.m.s.d. = 0.6 Å, pectocin M2 residues = 2–96,
spinach ferredoxin residues 2–96).
This figure is available in colour online at
wileyonlinelibrary.com.
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the receptor binding and catalytic domains are not sepa-
rated by linker regions and do not form obviously struc-
turally distinct elements (Zeth et al., 2008; Barreteau
et al., 2012b; Grinter et al., 2012b), the catalytic and
receptor binding domains of pectocin M2 do not form
extensive interactions. The relative orientation of the
ferredoxin domain, linker region and cytotoxic domain
gives rise to a non-linear dog-leg structure. Interestingly,
and again in contrast to colicin M, pyocin M and syringacin
M, the N-terminal region of pectocin M2 lacks a disor-
dered or flexible IUTD that is otherwise characteristic of
the colicin-like bacteriocins, with the entire N-terminus
being integral to the globular ferredoxin domain. These
data suggest a mechanism of uptake distinct from closely
related colicin-like bacteriocins.
Pectocin M2 is flexible
Given that pectocin M2 lacks an IUTD required to contact
the Tol or Ton complexes in the periplasm and mediate
translocation of this protein across the outer membrane,
alternative mechanisms of uptake must be considered.
One possibility is that the entire bacteriocin passes through
the lumen of its OM receptor. Since proteins involved in iron
uptake are invariably TonB-dependent receptors that
possess large 22-stranded β-barrels this may be plausible.
However, such a mechanism would only be feasible if
pectocin M2 were flexible and significant rearrangement of
the dog-leg configuration observed in the crystal structure
could be achieved. The observation that there is a relatively
large difference in orientation between the cytotoxic and
ferredoxin domains in the monomers of the ASU (Fig. S1)
is suggestive of such flexibility and indicates that the crystal
structure may not be wholly representative of pectocin M2
in solution.
To assess the conformational flexibility of pectocin M2
we performed small angle X-ray scattering (SAXS). SAXS
data were obtained for a range of pectocin M2 concentra-
tions. Comparison of these data with a theoretical scat-
tering curve generated, using CRYSOL (Svergun et al.,
Fig. 2. Colicin M-class bacteriocins possess
a highly flexible active site.
A. A stereo view of a stick model of the key
active site residues of pectocin M2, showing a
water molecule occupying the key metal
binding site of the enzyme.
B. A stereo view of the overlay of the catalytic
site from all structurally characterized
colicin-M class bacteriocins, showing
conformational variability of the key catalytic
arginine. Key arginine shown as sticks and
colour coded according to structure;
green = syringacin M (PDB ID = 4FZL),
blue = pyocin M (PDB ID = 4G75),
red = colicin M (PDB ID = 2XMX) and
yellow = pectocin M2 (PDB ID = 4N58), All
other catalytically important residues shown
as lines in yellow. This figure is available in
colour online at wileyonlinelibrary.com.
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1995), from the pectocin M2 crystal structure shows there
are obvious differences between the theoretical curve and
experimental scattering data (Fig. 3A). In addition, the
radius of gyration (Rg = 27 Å) obtained from Guinier analy-
sis of the experimental scattering data is somewhat larger
than that calculated from the pectocin M2 crystal structure
(Rg = 24 Å) using SOMO (Rai et al., 2005) (Fig. 3B). Con-
sistent with this, the p(r) function, which describes the
paired set of vectors between all the electrons within the
protein, indicates a maximum particle size (Dmax = 96 Å,
Fig. 3C) that is much greater than the maximum dimen-
sion of the pectocin M2 crystal structure (77 Å, Fig. 1B).
These data suggest that the pectocin M2 crystal structure
is not wholly representative of the conformational ensem-
ble present in solution and that this protein adopts an
elongated conformation, implying inter-domain flexibility.
To test this idea further, we examined the Porod-Debye
plot for pectocin M2, where scattering decay is examined
as I(q)q4 as a function of q4. This analysis reports directly on
particle flexibility and typically for compact globular parti-
cles an asymptotic plateau is reached for the low q part of
the data. However, for pectocin M2 no discernible plateau
was observed (Fig. 3D). For comparison, we also obtained
scattering data for pyocin M which, as with colicin M and
syringacin M, forms a compact structure and similarly
analysed these data (Barreteau et al., 2012b). In contrast
to the curve obtained for pectocin M2, the Porod-Debye
plot for pyocin M reached a plateau confirming its rigidity
and compactness (Fig. 3D). In addition, the Kratky plot
[I(q)q2 versus q] for pectocin M2 normalized to the scatter-
ing intensity I(0) and Rg, has two maxima with increasing
scattering at higher angles. The Kratky plot reports directly
on inter-domain flexibility and for pectocin M2 is consistent
with a two-domain protein connected by a flexible linker
(Fig. 3E). In comparison, there is a single maximum in the
pyocin M Kratky plot, consistent with its single domain-like
globular structure. Taken together these analyses indicate
that pectocin M2 is flexible and adopts conformations
distinct from that observed in the crystal structure.
Pectocin M2 can adopt a highly extended conformation
and exists as two distinct subpopulations in solution
To determine if the SAXS data for pectocin M2 could be
better described by an ensemble of conformations we first
used discrete molecular dynamics (DMD) simulations
Fig. 3. SAXS shows pectocin M2 is flexible.
A. Overlay of the experimentally determined pectocin M2 SAXS curve (black points) with the scattering curve computed with CRYSOL from
the P21 crystal structure (red line) produces a fit (χ = 1.362) with visible deviations between the data, especially evident at low angles,
suggesting that the crystal structure is more compact than that of pectocin M2 in solution.
B. Derivation of Rg from a Guinier analysis (red) of the scattering curve; residuals of the fit are in green.
C. Pair-distance distribution plot from experimental scattering data for pectocin M2 exhibiting two maxima which highlights the bimodal
character of the molecule in solution. The Dmax of the particle is 96 Å.
D. Porod-Debye and (E) normalized Kratky plots for pectocin M2 imply increased flexibility of the protein in solution (red). Pyocin M (black), a
protein of similar molecular weight with a relatively rigid structure and strong inter-domain contacts is used as a control. This figure is available
in colour online at wileyonlinelibrary.com.
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(Shirvanyants et al., 2012) to explore the accessible con-
formational states of pectocin M2 and generated a random
pool of 5000 possible conformationals using the crystal
structure of pectocin M2. Next, we used a genetic algorithm
implemented in the program GAJOE (Petoukhov et al.,
2012) to select for ensembles of these models that would
better describe our SAXS data. Model selection was suc-
cessful as judged by the close correlation of the theoretical
scattering curve generated from the selected ensemble
with the experimental SAXS data (Fig. 4A), indicating that
our scattering data are best described by an ensemble of
pectocin M2 conformers in solution. Interestingly, the
selected ensembles show a bimodal distribution in com-
parison with the random pool of DMD-generated pectocin
M2 models when the population frequency is plotted
against Rg or Dmax (Fig. 4B and C). Thus, in the population
of selected conformations, we frequently find a compact
conformation described by the first peak (with maxima at
approximately 23 and 75 Å for Rg and Dmax respectively)
that approximates closely to the conformation found in the
pectocin M2 P21 crystal structure for which Rg and Dmax
were calculated as 24 and 77 Å respectively. The second
peak represents an ensemble of pectocin M2 conformers
in an extended conformation with Dmax values ranging up to
98 Å, which correlates closely with the experimentally
determined value of Dmax (96 Å). These analyses suggest
that pectocin M2 can adopt both bent and elongated linear
conformations in solution.
The bimodal distribution of the selected ensembles sug-
gests discrete populations in solution, the more compact of
which is similar to the conformation observed in the P21
crystals of pectocin M2. In an attempt to capture the more
elongated conformation in crystallo, thus validating our
solution scattering and modelling data, we repeated crys-
tallization of pectocin M2. A custom re-crystallization
screen was devised exploiting information from the initial
trails. Crystals were obtained in a number of conditions
from this screen and were tested for diffraction as well as
space group and unit cell variation, which is indicative of
novel packing. A form with the radically different space
group of P3121 was chosen for optimization, which yielded
crystals diffracting to 1.86 Å. As an alternative domain
arrangement to the P21 form was expected, data from this
crystal form were again phased using anomalous data
from the metal centres of the [2Fe-2S] cluster. During
model building from these data it was immediately appar-
ent that in this crystal form pectocin M2 did indeed adopt an
elongated conformation (Fig. 5A). The calculated Rg and
Dmax for this structure were 28 and 97 Å respectively. These
values correlate well with the extended population from the
DMD simulation, suggesting that this structure is repre-
sentative of the second elongated pool indentified by our
modelling. Alignment of this elongated (P3121) form and
the original P21 form, based on their cytotoxic or ferredoxin
Fig. 4. Analysis of conformational heterogeneity of pectocin M2
reveals compact and extended ensembles in solution.
A. Overlay of scattering curves of pectocin M2 between
experimental data and the best ensemble selected by GAJOE
indicates improved fit to the scattering data (χ = 0.827).
B and C. Rg (B) and Dmax (C) distribution of solution ensembles
selected by a genetic algorithm using GAJOE from a pool of 5000
random conformers of pectocin M2. Compact and elongated
molecule were both selected implying that the protein is
conformationally heterogeneous in solution allowing for significant
inter-domain re-arrangements about the linker helix (residues
96–115).
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domains, show a major difference in the relative orienta-
tions of these domains (Fig. 5B and C).
The ferredoxin domain is a generic module for the
delivery of cytotoxic domains to the periplasm
In addition to pectocin M1 and M2, we previously identified
a putative third member of the ferredoxin-containing bac-
teriocin family, designated pectocin P (Grinter et al.,
2012a). The open reading frame for pectocin P, identified in
the genome of Pectobacterium carotovorum subsp. caro-
tovorum WPP14, consists of an N-terminal ferredoxin
domain, connected to a pesticin-like cytotoxic domain,
which is analogous to T4 lysozyme. Similar to pectocins M1
and M2, there is no sequence N-terminal of the ferredoxin
domain, so this bacteriocin also lacks an IUTD. To confirm
that this open-reading frame encodes an active bacteri-
ocin, we tested the cytotoxic activity of recombinantly
expressed and purified pectocin P against diverse Pecto-
bacterium isolates. For this test we utilized a solid growth
inhibition assay conducted in parallel with pectocins M1
and M2 (Fyfe et al., 1984). As with pectocins M1 and M2,
limited inhibition of growth was observed under iron-
replete conditions (LB agar). However, under iron-limiting
Fig. 5. Pectocin M2 P3121 structure confirms extended conformation predicted by solution scattering.
A. Pectocin M2 in P3121 crystal form is highly elongated, consistent with the extended conformation predicted from solution scattering and
DMD simulations.
B. Alignment of the catalytic domains of the P21 and P3121 crystal forms of pectocin M2, illustrating the difference in orientation between the
ferredoxin and linker regions.
C. Alignment of the ferredoxin domains of the P21 and P3121 crystal forms of pectocin M2, illustrating the difference in orientation of the
catalytic domains.
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conditions, inhibition of growth was observed for 17 of the
19 strains (Fig. 6, Table S1). The existence of pectocin P,
an additional ferredoxin-containing bacteriocin with no
N-terminal IUTD and a pesticin-like cytotoxic domain, pro-
vides strong supporting evidence that the ferredoxin
domain acts as a generic module for the delivery of cyto-
toxic domains to the periplasm in Pectobacterium spp. The
cytotoxic domains of both M-class bacteriocins and pes-
ticin have been studied extensively and there is no indica-
tion that they possess any intrinsic capacity to cross the
OM (Barreteau et al., 2010; Helbig and Braun, 2011;
Lukacik et al., 2012; Patzer et al., 2012), indicating that
ferredoxin uptake represents an unprecedented example
of receptor-mediated protein uptake for nutrient acquisition
in bacteria.
Discussion
In this work we present the structure and solution proper-
ties of the atypical bacteriocin pectocin M2, which con-
sists of a fusion between a colicin M-like cytotoxic domain
and a plant-derived ferredoxin domain. We have previ-
ously demonstrated that Pectobacterium spp. are able to
acquire iron directly from plant ferredoxin under iron-
limiting conditions through a receptor mediated process
and that the bacteriocins pectocin M1 and M2 parasitize
this system for cell entry through presentation of a ferre-
doxin domain (Grinter et al., 2013). In this study we
provide an insight into how this uptake occurs by showing
that pectocin M2 has an unprecedented structure among
bacteriocins in that it lacks an IUTD. Additionally, we
definitively show that pectocin M2 is highly flexible in
solution fluctuating between compact and extended
conformations.
All iron-uptake systems identified to date in Gram-
negative bacteria, either siderophore based or targeting a
protein substrate, utilize a TonB-dependent receptor to
transport iron across the outer membrane (Faraldo-Gomez
and Sansom, 2003). Likewise, binding and parasitization
of these receptors for cell entry is a characteristic trait of
colicin M, and other characterized colicins and pyocins,
including the E-type colicins (E1-E9), colicins A, B, D, IA
and IB and pyocins S1-S5 (Loftus et al., 2006; Buchanan
et al., 2007; Cascales et al., 2007; Denayer et al., 2007;
Devanathan and Postle, 2007; Elfarash et al., 2012). As
such, while it is yet to be confirmed that a TonB-dependent
receptor is responsible for mediating ferredoxin iron and
pectocin uptake, this class of protein is by far the most likely
candidate.
In bacteriocins the IUTD normally functions to deliver
an epitope to the periplasm, which mediates binding to the
Tol or Ton complexes. This direct interaction occurs
between the colicins and TolB for group A colicins and
TonB for group B colicins and is essential for uptake of
these bacteriocins. In addition to their subversion for bac-
teriocin import, Tol and Ton complexes have a general
physiological role in the bacterial cell. The Ton complex
provides the energy required for the import of iron con-
taining siderophores and related substrates through
TonB-dependent receptors, by interaction with the recep-
tor plug domain subsequent to binding of the substrate on
the outer surface of the receptor (Noinaj et al., 2010).
Given the universal role of TonB-dependent receptors in
iron transport across the outer membrane and their para-
sitization by colicin-like bacteriocins, it is reasonable to
speculate that the ferredoxin/pectocin receptor is a
member of this class of protein.
Since pectocin M1 and M2 lack an IUTD they are
unable make direct contact with the Tol or Ton complexes
in the periplasm and thus are unable to directly utilize the
pmf for cell entry. However, the fact that these proteins
parasitize a system for which the receptor binding and
translocation domains are structurally analogous to the
substrate provides an intuitive solution to this problem. A
number of TonB-dependent receptors have been identi-
fied, which obtain iron from host proteins during infection.
In all of these systems the iron or iron containing com-
pound is liberated from the protein on the cell surface and
transported into the cell, potentially because all of the
proteins identified are too large pass through the lumen of
their receptor (Wandersman and Stojiljkovic, 2000;
Faraldo-Gomez and Sansom, 2003; Noinaj et al., 2012).
Plant ferredoxin, however, is a small globular protein,
which is in fact comparable in dimensions to the plug
domain that ordinarily occludes the pore of a TonB-
dependent receptor (Fig. 7A and C). This creates the pos-
sibility that the ferredoxin is imported intact into the
periplasm. If this were the case it could readily explain the
pectocins lack of an IUTD as the energy required for cell
entry would still be provided by the Ton complex, but
Fig. 6. Activity of pectocin P against Pectobacterium atrosepticum
LMG 2386. Purified pectocins M1, M2 and P (2 mg ml−1) were
spotted onto a soft agar overlay seeded with Pba LMG 2386. Clear
zones indicate inhibition of growth due to the cytotoxic effect of
pectocins on cells.
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transduced through receptor plug domain, as with ordi-
nary substrate importation.
As the elongated conformation of pectocin M2 has com-
parable dimensions along its length (Fig. 5A) we manually
docked this model into the barrel domain of the hemo-
phore receptor HasR, a TonB-dependent receptor shown
to be responsible for importation of the relatively bulky
substrate, haem (Fig. 7B and D). This docking illustrates
that pectocin M2 in its elongated conformation could trav-
erse the lumen of such a receptor to gain entry to the cell,
with the flexibility of pectocin M2 observed in solution
allowing the protein to adapt to the shape of the lumen of
its transporter during importation. In the case of the trans-
port of iron-siderophores, it is generally thought that there
are two possibilities with respect to the role of TonB in
stimulating substrate transport. Either TonB induces a
rearrangement of the plug domain within the barrel that is
sufficient to allow passage of the substrate or it directly
pulls the plug domain completely from the barrel (Usher
et al., 2001; Udho et al., 2009; 2012). However, for an
intact protein such as ferredoxin to be translocated
directly through the lumen of a TonB-dependent receptor,
it would be necessary for the plug domain to completely
exit the barrel during substrate transport and it has not as
yet been directly demonstrated that this occurs in TonB-
dependent receptors. The identification of this receptor
and the testing of this importation hypothesis represents
an intriguing question for future work.
Fig. 7. The extended conformation of
pectocin M2 has dimensions compatible with
passage through the lumen of a
TonB-dependent receptor.
A. The extended conformation of pectocin M2
(blue cartoon and surface), fitted into the pore
of the barrel of HasR from Serratia
marcescens PDB ID = 3CLS, illustrating that
the extended conformation of pectocin M2 is
conducive to transport through the lumen of a
TonB-dependent receptor without unfolding.
B. Dimensions of the ferredoxin domain of
pectocin M2.
C. The width of the plug domain, which
ordinarily blocks the lumen of the receptor
barrel, is similar to that of the elongated
conformation of pectocin M2.
D. Top-down view of the HasR barrel showing
the internal dimensions of the barrel domain.
This figure is available in colour online at
wileyonlinelibrary.com.
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Experimental procedures
Expression and purification of ferredoxins and pectocins
A list of bacterial strains and plasmids used in this work is
provided in Table S1. The open reading frame for pectocin
P minus stop codon was synthesized by DNA 2.0 and
ligated into the expression vector pJ404 (T5 promoter,
C-terminal His6-tag). The resulting vector was designated
pJPP1. Vectors for expression of pectocins M1 and M2
were as previously described (Grinter et al., 2012a). All pro-
teins were expressed and purified as previously described
(Grinter et al., 2012a). Proteins were concentrated to 5–15
mg ml−1 using a centrifugal concentrator and stored at
−80°C in this buffer until required. For pectocins M1 and P,
5% glycerol was added to all buffers as it was found to
enhance protein stability.
Cytotoxicity assays
The cytotoxicity of purified pectocins was tested using the
soft agar overlay method (Fyfe et al., 1984). 200 μl of mid-log
phase culture of the test strain was added to 6 ml of 0.6%
agar melted and cooled to 42°C. The molten agar was then
overlaid onto LB medium with or without 100–400 μM 2,2′-
biyridine. Purified pectocins (2 mg ml−1) were spotted directly
onto the surface of the overlay, once solidified. Plates were
incubated at 28°C for 16 h, and monitored for zones of growth
inhibition.
SAXS data collection and analysis
SAXS data were collected on the X33 beamline at
the Deutsches Elektronen Synchrotron (DESY, Hamburg,
Germany). Pectocin M2 and pyocin M concentrations between
0.4 and 4.0 mg ml−1 were used. Average buffer scattering was
subtracted from the sample scattering. The first 200 points
(low angle data) of the scattering curve obtained for 1 mg ml−1
protein were merged with the rest of the high angle data from
the 4 mg ml−1 sample to avoid the influence on the data of any
inter-particle interference. All data processing was performed
using PRIMUS (Konarev et al., 2003). Porod-Debye [I(q)q4
versus q4] and normalized Kratky [I(q)q2 versus q] plots were
used to assess particle flexibility as described in the Results
section (Durand et al., 2010; Rambo and Tainer, 2011). The
distance distribution function, p(r), was obtained by indirect
Fourier transform of the scattering intensity using GNOM
(Svergun, 1992). A Guinier plot [ln I(s) versus q2] was used to
determine the radius of gyration, Rg, of pectocin M2 and pyocin
M. US-SOMO (Rai et al., 2005) was used to determine hydro-
dynamic parameters based on the crystal structures of pec-
tocin M2. CRYSOL (Svergun et al., 1995) was used to
compute theoretical scattering curves from high-resolution
X-ray structures.
DMD and EOM simulations
Discrete molecular dynamics simulations of the pectocin M2
linker region (residues 96–116) were undertaken with
US-SOMO (Brookes et al., 2010; Shirvanyants et al., 2012) in
order to explore pectocin M2 conformational space. The
Andersen thermostat temperature (T) was set to 0.5 kcal mol−1
K−1 to allow for sufficient sampling of conformational dynamics
around the native state without melting the structure of the
linker. The run time and pdb output step were adjusted in order
to generate 5000 models. Next, the pool of 5000 ‘random’
pectocin M2 conformers generated was refined by a genetic
algorithm implemented in the program GAJOE as part of the
ensemble optimization method (Bernadó et al., 2007;
Petoukhov et al., 2012).
Pectocin M2 crystallization and diffraction
data collection
Initial crystallization trials were performed at the high
throughput crystallization facility of the University of Zurich
using the vapour diffusion method (reservoir volume of 50
μl, drop size: 100 nl protein, 100 nl reservoir solution) with
pectocin M2 at a final concentration of 15 mg ml−1. Pectocin
M2 formed crystals or spherulites in a number of conditions
containing ammonium sulphate and PEG 3350. Crystals
were extracted from one of these conditions [15% PEG
3350, 0.2 M ammonium sulphate, 3% 2-methyl-2,4-
pentanediol (MPD), 0.1 M bis-tris pH 6.5], cryoprotected by
increasing PEG 3350 to 30% and data were collected at 100
K to 2.3 Å in the space group P21, at the SLS (Zurich).
Re-crystallization screening of pectocin M2 was performed,
using a custom screen with variations in the concentration/
ratio of precipitants from the original condition (ammonium
sulphate and PEG 3350), pH and additives. Clusters of large
rod-shaped crystals formed at high ammonium sulphate
concentrations. This was optimized giving a final condition of
1.8 M ammonium sulphate, 3% MPD, 0.1 M MES, pH 6.5.
These crystals were manually separated and cryoprotected
with 15–20% glycerol. Data were collected at 100 K on
beamlines I02 and I03 at the Diamond Light Source (Oxford-
shire, UK). Automatic data-processing was performed with
Xia2 within the EDNA package (Incardona et al., 2009).
Datasets for experimental phasing using the iron–sulphur
cluster of pectocin M2 were collected at the iron K-edge
(1.7433 Å) and high-resolution data were collected at 0.9796
Å. Data collection statistics from both crystal forms are
reported in Table 1.
Pectocin M2 structure solution and refinement
Phases for the P21 and P3121 datasets were obtained from the
anomalously scattering substructure from the pectocin–
ferredoxin domain iron–sulphur cluster, determined for the
iron-edge dataset using the Hybrid Substructure Search from
the Phenix package (Adams et al., 2010). Four positions were
located per ASU corresponding to two iron–sulphur clusters
(correlation coefficient = 0.5) from two pectocin M2 molecules.
These positions were then utilized by Phaser-EP (McCoy
et al., 2007; Adams et al., 2010; Winn et al., 2011) phases
were improved using RESOLVE density modification from the
Phenix package, and the initial model was built and refined
using Phenix Autobuild (Adams et al., 2010). The model was
then built and refined manually using Coot 0.7 and Refmac5
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(McCoy et al., 2007; Emsley et al., 2010; Murshudov et al.,
2011). Validation of refined structures was performed using the
Molprobity web server and Procheck from CCP4i (Laskowski
et al., 1993; Chen et al., 2010). Refinement statistics for both
datasets are reported in Table 1.
Lipid II cleavage assay
Lipid II hydrolysis assays were performed and visualized as
previously described by (Grinter et al., 2012b), with non-
radiolabelled lipid II substrate obtained from the UK Bacterial
Cell Wall Biosynthesis Network (Lloyd et al., 2008; Clarke
et al., 2009). A band corresponding to lipid II was observed
with an Rf of 0.7 as reported previously (Barreteau et al.,
2009).
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Completeness (%) 96.6 (95.7) 100.0 (99.9) 99.4 (98.7)
Redundancy 3.2 (2.8) 20 (20.8) 8 (6.6)
Refinement
Resolution (Å) 50.00–2.30 (2.44–2.30) 64.22–1.86 (1.91–1.86)
No. of reflections 52652 (8438) 86092 (6304)











Root mean square deviations
Bond lengths (Å) 0.016 0.024
Bond angles (°) 1.757 2.55
PDB identifier 4N59 4N58
a. Values in parentheses refer to the highest resolution shell.
b. Rpim = Σhkl[1/(N − 1)1/2Σi|Ii(hkl) − < I(hkl) > |/ΣhklΣiIi(hkl)
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TamB is a recently described inner membrane protein that, together with its
partner protein TamA, is required for the efficient secretion of a subset of
autotransporter proteins in Gram-negative bacteria. In this study, the
C-terminal DUF490963–1138 domain of TamB was overexpressed in Escherichia
coli K-12, purified and crystallized using the sitting-drop vapour-diffusion
method. The crystals belonged to the primitive trigonal space group P3121, with
unit-cell parameters a = b = 57.34, c = 220.74 A˚, and diffracted to 2.1 A˚
resolution. Preliminary secondary-structure and X-ray diffraction analyses are
reported. Two molecules are predicted to be present in the asymmetric unit.
Experimental phasing using selenomethionine-labelled protein will be under-
taken in the future.
1. Introduction
Proteobacterial genomes are littered with proteins devoid of func-
tional annotation. A function for TamB (previously YtfN) and its
partner protein TamA (previously YtfM) has recently been eluci-
dated (Selkrig et al., 2012). Both proteins constitute the translocation
and assembly module (TAM), a cell envelope-spanning protein
complex found in most proteobacteria that contributes to the efficient
secretion of autotransporter (AT) proteins (Selkrig et al., 2012). ATs
are secreted outer membrane proteins that possess a C-terminal
outer membrane (OM)-bound 12-stranded !-barrel domain and an
N-terminal passenger domain consisting of an extended !-helical
structure (Nishimura et al., 2010). The insertion of the !-domain into
the OM is dependent on the !-barrel assembly machinery (BAM)
complex, whereas the secretion of the passenger domain seemingly
relies on the TAM complex for efficient OM translocation (Selkrig et
al., 2012; Sauri et al., 2009). TamB is a large (137 kDa) multi-domain
inner membrane protein for which little structural information
is available. Amino-acid sequence analysis of TamB reveals the
presence of a C-terminal conserved domain of unknown function
DUF490 (Fig. 1a), which has previously been shown to associate with
its partner protein TamA (Selkrig et al., 2012). Bioinformatic analyses
of the DUF490 domain reveal the widespread occurrence of this
domain, and some examples of other proteins with this domain, as
well as sequence alignments, are presented in Supplementary Fig. S11.
Structural characterization of the DUF490 domain is therefore of
interest since it might aid in shedding light on the biological functions
of TamB and the numerous other proteins of unknown function that
contain this domain. Here, we report the cloning, expression, purifi-
cation, crystallization and collection of X-ray crystallographic data
for DUF490963–1138 from the Escherichia coli K-12 TamB protein.
2. Materials and methods
2.1. Macromolecule production
DUF490963–1138 was cloned from a TamBDUF490 construct
previously produced from E. coli strain K-12 (Selkrig et al., 2012). The
# 2014 International Union of Crystallography
All rights reserved
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(Reference: WD5236).
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Figure 1
Purification and characterization of DUF490963–1138 from TamB of E. coli. (a)
Domain representation of TamB highlighting the C-terminal DUF490 domain and
an N-terminal signal peptide that also serves as a membrane anchor. (b) 15% SDS–
PAGE of purified DUF490963–1138 shows a single band migrating at the approximate molecular weight expected for the construct (20 kDa). Protein markers are labelled in
kDa. Additionally, several crystals were washed with 35% PEG 400 solution three times and then dissolved in pure H2O and loaded onto the gel. (c) Secondary-structure
prediction of the DUF490963–1138 fold using PSIPRED suggests that the protein consists predominantly of !-strands and random coil. (d) The far-UV CD spectrum of the
construct confirms that the protein consists predominantly of !-strands (30%), turns (25%) and disordered polypeptide (33%) with minor "-helical content (12%). Values
were calculated based on the average of all matching solutions.
amplified PCR product was digested with NdeI and XhoI and ligated
into pET-21a to produce an expression plasmid which encodes
DUF490963–1138 with a C-terminal His6 tag.
E. coli BL21 (DE3) cells transformed with the DUF490963–1138
expression plasmid were grown in LB medium supplemented with
3%(v/v) glycerol and 100 mg ml"1 ampicillin at 37#C to an OD600
of 0.4–0.6; isopropyl !-d-1-thiogalactopyranoside (IPTG) was then
added to a final concentration of 0.5 mM to induce protein over-
expression and the cells were grown for a further 15 h at 25#C. The
cell pellet was collected by centrifugation at 4400g and resuspended
in buffer A [20 mM Tris–HCl, 10 mM imidazole, 0.5M NaCl, 5%(v/v)
glycerol, 0.05% LDAO pH 7.5] supplemented with cOmplete
protease-inhibitor cocktail (Roche) plus lysozyme (2 mg ml"1) and
lysed by sonication. Cell debris were cleared by additional centrifu-
gation at 46 000g and the supernatant was passed through a nickel-
charged HisTrap HP column (GE Healthcare). The bound fractions
were collected after elution with buffer B [20 mM Tris–HCl, 350 mM
imidazole, 0.5M NaCl, 5%(v/v) glycerol, 0.05% LDAO pH 7.5].
Fractions containing the protein of interest were pooled, dialysed in
50 mM Tris, 200 mM NaCl, 3%(v/v) glycerol, 0.05% LDAO pH 7.5
and run on a Superdex S200 gel-filtration column equilibrated with
the same buffer. After SEC, DUF490963–1138 was dialysed into the
same buffer omitting the 3% glycerol and stored at "80#C. Purified
DUF490963–1138 was analysed by far-UV circular-dichroism (CD)
spectroscopy. CD measurements were obtained using a protein
concentration of 25 mM in a 0.02 cm quartz cuvette with a Jasco J-810
spectropolarimeter (Jasco UK Ltd). Secondary-structure estimates
were obtained using the CONTIN procedure which was available
from the DichroWeb server (Provencher & Glo¨ckner, 1981; Whit-
more & Wallace, 2008). Bioinformatic analysis of DUF490 was
carried out using the Conserved Domain Architecture Retrieval Tool
(CDART; Geer et al., 2002). Macromolecule production is summar-
ized in Table 1.
2.2. Crystallization
For crystallization, DUF490963–1138 was concentrated to 15 mg ml
"1
using Vivaspin ultracentrifugation spin columns (MWCO 4000–6000)
and filtered prior to dispensing into crystallization trays. Initial
crystallization screens were set up in a 96-well MRC sitting-drop
vapour-diffusion format (60 ml reservoir solution, 0.5 ml protein +
0.5 ml reservoir) using a Cartesian Honeybee 8+1 dispensing robot.
Crystals appeared after several days in 0.1M HEPES, 15%(v/v) PEG
400, 0.2M CaCl2 pH 7.0 at 289 K. After optimization, diffraction-
quality crystals were obtained in 0.1M HEPES, 25%(v/v) PEG 400,
0.2M CaCl2 pH 8.0 using 8 mg ml
"1 protein and a protein:reservoir
ratio of 1:1 at 289 K. The crystals were cryoprotected using 0.1M
HEPES, 30%(v/v) PEG 400, 0.2M CaCl2 pH 8.0 by transferring
the crystals using a LithoLoop into the cryosolution for 3 s and
flash-cooling in a nitrogen-gas stream at 110 K. Crystallization is
summarized in Table 2.
2.3. Data collection and processing
X-ray diffraction data were collected on beamline I03 at the
Diamond Light Source (DLS) synchrotron, Harwell, England. Data
were collected using a PILATUS3 6M detector with an oscillation
angle of 0.15# and 0.08 s exposure time. A total of 3600 frames were
collected and indexed using iMosflm (Battye et al., 2011) and scaled
and merged using AIMLESS (Evans & Murshudov, 2013) from the
CCP4 program suite (Winn et al., 2011). Processed data are
summarized in Table 3.
3. Results and discussion
DUF490963–1138 from TamB was produced recombinantly and purified
to homogeneity. The protein migrates as a single band on an SDS–
PAGE gel, with an estimated molecular weight of 20 kDa, which is
close to the calculated molecular weight based on the amino-acid
sequence of the His6-tagged protein (20.3 kDa; Fig. 1b). We observed
the presence of multimeric species following gel-filtration chroma-
tography (Supplementary Fig. S2). Whether this oligomerization is
physiologically relevant is not currently known. However, in the
previous study describing the discovery of the TAM complex, TamB
was shown to behave as a monomer on blue native PAGE (Selkrig
et al., 2012). For crystallization purposes and further sample char-
acterization we selected the gel-filtration peak that corresponded
to the monomeric fraction. Far-UV circular-dichroism analysis of
DUF490963–1138 suggests that the protein consists predominantly of
!-strands, turns and random coil, with a small "-helical fraction
(Fig. 1d). This is in agreement with the analysis of the amino-acid
sequence by the secondary-structure prediction program PSIPRED
(McGuffin et al., 2000; Fig. 1c).
Initial crystal screening consisted of 384 crystallization conditions,
of which only one produced a successful hit. Optimization of this
crystallization condition was undertaken varying the levels of preci-
pitant, pH and protein concentration (Fig. 2). The presence of
DUF490963–1138 within crystals was confirmed by analysing washed
crystals by SDS–PAGE (Fig. 1b). X-ray diffraction data were
collected to a resolution of 2.1 A˚ (Fig. 3). The crystals belonged
to space group P3121 (or P3221). The unit-cell parameters were
a = b = 57.34, c = 220.74 A˚, " = ! = 90, # = 120!. Two monomers are
predicted in the asymmetric unit, with a calculated Matthews co-
efficient of 2.90 A˚3 Da"1 and a solvent content of 57.6%. Analysis
of possible twinning was carried out using phenix.xtriage, which
detected no twinning (Zwart et al., 2005). Owing to the absence of any
structural models of DUF490963–1138 homologues, ab initio modelling
of DUF490963–1138 was attempted using the I-TASSER, Phyre and
SWISS-MODEL servers (Roy et al., 2010; Kelley & Sternberg, 2009;
Biasini et al., 2014). However, the confidence in the models was very
low and molecular replacement was unsuccessful. Initial experi-
mental phasing with heavy-atom derivatives was also undertaken;
however, heavy-metal soaks proved detrimental to the crystal quality
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Table 1
Macromolecule-production information.




Expression host E. coli BL21 (DE3)
Complete amino-acid sequence








Method Sitting-drop vapour diffusion
Plate type 96-well MRC plate
Temperature (K) 289
Protein concentration (mg ml"1) 15
Buffer composition of protein solution 50 mM Tris–HCl, 200 mM NaCl,
0.05% LDAO pH 7.5
Composition of reservoir solution 0.1M HEPES, 15%(v/v) PEG 400,
0.2M CaCl2 pH 7.0
Volume and ratio of drop 1 ml, 1:1
Volume of reservoir (ml) 60
Figure 3
Representative diffraction pattern of DUF490963–1138. The box highlights the high-
resolution spots with an adjusted background.
Figure 2
Optimized crystals of DUF490963–1138 grown using the sitting-drop vapour-diffusion
method. The dimensions of the crystals were approximately 100 $ 50 $ 30 mm.
Table 3
Data collection and processing.
Values in parentheses are for the outer shell.




Rotation range per image (!) 0.15
Exposure time per image (s) 0.08
Space group P3121 or P3221
a, b, c (A˚) 57.34, 57.34, 220.74
", !, # (!) 90, 90, 120
Multiplicity 9.6 (9.5)
Resolution range (A˚) 48.45–2.10 (2.17–2.10)
No. of unique reflections 25570 (2303)
Completeness (%) 99.7 (98.9)
hI/$(I)i 12.1 (3.2)
Rp.i.m.† (%) 3.2 (26.2)









i IiðhklÞ. ‡ Rmerge =P
hkl
P





and diffraction and co-crystallization trials failed to produce any
crystals. Therefore, selenomethionine-labelled protein will be
produced for experimental phasing (the hypothetical number of
Met residues in the asymmetric unit is eight). The high-resolution
structure of DUF490963–1138 from TamB will provide insight into the
function of this domain and its possible contribution to auto-
transporter biogenesis.
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